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Evan E. Eichler2,*One of the greatest perks of being in the field of science is
being able to recognize one’s colleagues as a result of scien-
tific excellence and innovation. It is a special pleasure for
me today to introduce to you the 2012 American Society
of Human Genetics Curt Stern Awardee, Jay Shendure.
The award is given each year to a human geneticist who
has performed outstanding and pioneering research in the
field of human genetics within the last 10 years. It honors
the memory of Curt Stern (1902–1981), a German
American geneticist who immigrated to the United States
in 1932. Trained by Richard Goldschmidt and Thomas
Hunt Morgan, Dr. Stern was an accomplished Drosophila
geneticist who began his work on understanding the1This article is based on the address given by the author at the meeting of th
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mosaicism. After World War II, he became interested in
human genetics, disease, and gene regulation. He was
elected president of the American Society of Human
Genetics in 1957 and was a popular teacher both at the
University of Rochester and later at the University of
California, Berkeley. He was widely known for his influen-
tial book, Principles of Human Genetics (1949), which
espoused a fundamental understanding of human heredity
without the racial and eugenic overtones that were popular
at that time. This textbook had a profound influence on
many of the leaders of our field, including Victor McKusick
and Mary-Claire King.
This year’s recipient is the 14th and I believe the
youngest to receive this award since its inception in
2001. Jay Shendure, M.D., Ph.D., is an associate professor
in the Department of Genome Sciences at the University
of Washington in Seattle. He graduated summa cum laude
from Princeton University in 1996 and completed a
Fulbright scholarship at Pune, India, in 1997. He then
entered the Medical Scientist Training Program at Harvard
Medical School and received his Ph.D. in 2005 and his
M.D. in 2007. Jay joined the faculty at the Department
of Genome Sciences in 2007 and was tenured as an asso-
ciate professor 4 years later in 2011.
He is being recognized by the Society for his numerous
advances in the area of genome technology and their
impact on the field of human genetics. While in the lab
of George Church, Jay fell in love with genome technology
and was among the first to show successful demonstra-
tion of massively parallel or next-generation DNA
sequencing.1,2 Since establishing his own lab, he has
become a guru of next-generation technology and applica-
tion development. He has developed and improved
methods for selective capture of parts of the human
genome, such as exome and molecular inversion probe
assays;3,4 he has generated methods for physical phasing
of genomes without the need for physical isolation of
clones;5 he has advanced methods for parallel functional
analysis of cis-regulatory elements;6,7 and, most recently,
he provided a path for noninvasive fetal genome
sequencing8—which I believe will become the standard
of clinical care in the next 10–20 years. Jay has not been
satisfied simply with technology development but hase American Society of Human Genetics (ASHG) on November 10, 2012, in
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been leveraging these advances for discovering the
genetic basis of Mendelian disorders9,10 and investigating
the complex genetics underlying disorders such as
autism.11,12
Jay’s research embodies the spirit of pioneering innova-
tion. He moves quickly and decisively into new areas of
scientific endeavor. He has a remarkable vision and a
‘‘can-do’’ attitude that has been and will continue to be
transformative.
As a colleague and friend, I have gotten to know Jay over
the last few years at a personal level. When I first met Jay in
2007 and heard of his many ideas, I said to myself, ‘‘nice
idea, but that will never work.’’ Jay proved me wrong
time and time again. His vision and ‘‘techdev’’ prowess in
the field of human genetics is matched only by his gener-
osity and collegiality. His door is always open to collabora-
tions, and he has a remarkable ability to deliver on his
commitments. Equally admirable is his ability to effec-
tively multitask numerous lines of research simulta-
neously. Working with Jay has been a joy, and I believe
most would agree that interactions with Jay and his tech-
nology have moved individual research programs to new
levels. He continues to push the limits and expand new
technologies. Although he is early in his career, his
students are among the best. I predict that there will be
a long productive line of trainees that will continue to
push our field forward. Jay might be a rising star, but I
firmly believe the best is yet to come!
On behalf of the American Society of Human Genetics, I
want thank you for your groundbreaking research and
the impact it is making in our understanding of the
genetic basis of disease. Ladies and gentleman, please
join me in congratulating the 2012 Curt Stern Awardee,
Jay Shendure.References
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